Abstract

23
Passerine salmonellosis is a well-recognised disease of birds in the order Passeriformes, 24 including common songbirds such as finches and sparrows, caused by infection with
25
Salmonella enterica serovar Typhimurium. Previous research has suggested that some 26 subtypes of S. Typhimurium -definitive phage types (DT) 40, 56 variant, and 160 -are host-27 adapted to passerines, and that these birds may represent a reservoir of infection for humans 28 and other animals. Here, we have used whole genome sequences of 11 isolates from British Passerine salmonellosis is a well-described disease caused by Salmonella enterica subspecies 57 enterica serovar Typhimurium (S. Typhimurium) which has been reported in Europe, North 58 America, Asia and Australasia, with the earliest reports in the 1950s (2, 11-13, 16, 18, 33, 45, 59 50). Whilst the disease can occur year-round, passerine salmonellosis is highly seasonal in 60 many countries; incidents are typically observed during the cold winter months, frequently in 61 the vicinity of supplementary feeding stations for wild birds within domestic gardens (13, 33) .
62
Gregarious and granivorous species in the finch (Fringillidae) and sparrow (Passeridae) 63 families are primarily affected; in Great Britain, these include the greenfinch (Chloris chloris) 64 and house sparrow (Passer domesticus) (33, 45) . Affected birds exhibit non-specific signs of hepatomegaly and splenomegaly (11, 16, 33 Basingstoke, UK).
151
Whole genome sequencing
152
Genomic DNA was extracted from overnight cultures of the 11 passerine strains using the
153
MasterPure™ Complete DNA and RNA Purification Kit (Cambio Ltd, Cambridge, UK).
154
Illumina library preparation was carried out as described (49) Islands, and also iroN, a siderophore. This is in agreement with the passerine-derived S.
317
Typhimurium examined previously (20). Also positive for these genes, but lacking sopE and 318 pefA, were the three human and one feline isolates in Clade A. The seven reference
319
Typhimurium isolates contained all examined genes from Hughes et al (20) , with the exception 320 of sopE, which was found only in SL1344 and SO4698-09, and pefA, which was not found in 321 SO4698-09. For the non-redundant genes examined using the Skyberg et al. primers (54) Trust, grant number 098051. The funders had no role in study design, data collection and 409 interpretation, or the decision to submit the work for publication. Table 2 . Results showing differences between the passerine and PHE isolates in Clade A and the reference S. Typhimurium genomes of the in silico PCR virulotyping analysis and confirmatory mapping for the Hughes et al (20) and Skyberg et al (54) primers and the fimbriaeassociated primers; 'cost' refers to a mismatch in the primer sites.
